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. Phenotypes of GalR mutants. Red symbols indicate phenotypes found in this study. . Fluorescence microscopic analysis of the distribution of EGFP labeled GalR in live stationary phase cells. In the pSEM1029 plasmid (12) the sequence encoding the EGFP protein was fused to the C-terminus of wild type GalR and of two non-binding mutants, V7A and N48I, which were identified in a previous study (24). The GalR-EGFP fusions, together with the EM7 promoter and the zeocin resistance marker, were inserted into the low copy plasmid pLAFR3 (Staskawicz, B.; Dahlbeck, D.; Keen, N.; Napoli, C., J Bacteriol 169: 1987 Figure S3 . GalR aggregation in the presence of DNA. 10 μg GalR protein and 0.8 μg supercoiled pSA850 plasmid (10) DNA was incubated for 90 minutes in 200 μl buffer containing 10 mM Tris acetate at pH 7.8, 5 mM magnesium acetate, 100 mM potassium glutamate (and 50 mM NaCl from the GalR protein). The precipitate formed was centrifuged for 10 min at 15000 g. 20 μl of the supernatant (lane 1), the precipitate resuspended in 20 μl buffer (lane 3), and 80 ng of plasmid DNA in the same buffer without GalR (lane 2) were loaded on an agarose gel. The plasmid DNA was enriched in the precipitated fraction, suggesting that at least some of the subunits in the aggregates can bind to DNA. Figure S4 . GalR WT diluted to 250 mM NaCl and either 500 mM NaCl (A) or 1000 mM NaCl (B)
and followed by light scattering as described in Materials and Methods. GalR WT was aggregated by incubation at 250 mM NaCl. After 1000 s, aggregated GalR WT ("250 mM") was diluted 100-fold into a solution with (A) 500 mM, and (B) 1000 mM NaCl and light scattering was followed for an additional 1000 s (giving the "500 mM seed" and "1000 mM seed" curves). In parallel, monomeric GalR was incubated at 500 and 1000 mM NaCl and the process followed over time ("500 mM monomer" and "1000 mM monomer"). Absorbance over the entire wavelength spectrum of the first (10 min) and final (8 h) experimentally obtained CD spectra. Note that the spectrum was recorded in a 1 cm cuvette. CD spectra were recorded in 2 mm cuvettes, leading to a factor 5 lower absorbance, and thus allowing us to obtain reliable spectra down to 210 nm. (C) The total average RMSD plotted against the numbers of pure CCA spectra. Note that the y-axis is logarithmic. (D) RMSD plotted against [NaCl] for an increasing number of pure CCA structures. Figure S6 . An example of sectioning (white boxes) of a highly ordered structure which was used as an input for the 2D-averaging of images of highly ordered aggregates.
